Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.005 Å; R factor = 0.044; wR factor = 0.087; data-to-parameter ratio = 16.1.
Related literature
For preparation and evaluation of similar compounds in model reactions, see: Belokon et al. (1988) ; Kožíšek et al. (2004) ; Popkov et al. (2002 Popkov et al. ( , 2010 . For an overview of application procedures, see: Popkov et al. (2005) and works cited therein. For NMR in solutions and similar highly unusual longrange spin-spin interactions, see: Jirman et al. (1998); Langer et al. (2007) ; Popkov et al. (1998 Popkov et al. ( , 2003 . For the review of applications in positron emission tomography (PET), see: Popkov & De Spiegeleer (2012) .
Experimental
Crystal data [Ni(C 35 
Data collection
Bruker-Nonius KappaCCD areadetector diffractometer Absorption correction: Gaussian (Coppens, 1970) T min = 0.856, T max = 0.925 23768 measured reflections 6120 independent reflections 5037 reflections with I > 2(I) Preparation of carbon-11 and fluorine-18 labelled amino acids for positron emission tomography (PET) is a big challenge for radiochemists. Due to time constrains brought by short half-life of the both isotopes, chromatographic separation steps should be avoided in PET radiosyntheses unless absolutely necessary (Popkov & De Spiegeleer (2012) ). In order to meet this requirement we have been developing enantiospecific and highly enantioselective amino acid synthons based on Belokon's nickel(II) complexes (Belokon, et al., 1988) . We already demonstrated the origin of the high stereoselectivity of the incorporation of amino acid side chains into these synthons. Intramolecular electrostatic interaction of the (substituted) benzyl ring and the nickel atom (Kožíšek et al., 2004) play a very important role as well as steric shielding by ortho-substituents of the benzyl ring (Popkov, et al., 2002) . In this communication we describe the crystal structure of the nickel(II) complex with an electron-rich (9-antracenyl)methyl substituent at the nitrogen atom of the proline residue due to the fact that the Schiff base ligand was derived from (S)-N-(2-benzoylphenyl)1-(9-antracenyl)methylpyrrolidine-2-carboxamide and glycine (AMGK). This structure is a candidate for charge density measurement. Recently, we have shown such complexes to be very efficient synthons of glycine or alanine for the preparation of radiotracers for PET (Popkov et al., 2010) . Similar complexes demonstrated highly unusual long-range spin-spin interactions in 13 C-
13
C and 15 N-13 C NMR spectra (Jirman et al., 1998; Popkov et al., 1998; Langer et al., 2007) . These interactions have been attributed to the influence of a diffuse electron cloud from the benzyl group (Popkov et al., 2003) . We expect such interactions to be more pronounced in AMGK. For the future charge density measurement it is important that the conformation of AMGK described in this communication is similar to the conformation of the Ni II complex of Schiff base of (S)-N-(2-benzoylphenyl)-1-benzylpyrrolidine-2-carboxamide and glycine (GK) (Popkov et al., 2003) which is the simplest complex in this class and which was comprehensively studied by diffraction of X-rays and by NMR in solutions (Popkov et al., 1998; Kožíšek et al., 2004) . In the solid state both complexes exhibit no intra-or intermolecular hydrogen 
Experimental
The title compound has been prepared according to a procedure described elsewhere (Popkov et al., 2010) . Crystals suitable for the measurement were obtained by slow evaporation of the solvent from a solution of the title compound in toluene/methanol (2:1).
Refinement
Hydrogen atoms were mostly localized on a difference Fourier map, however to ensure uniformity of treatment of crystal, all hydrogen were recalculated into idealized positions (riding model) and assigned temperature factors U iso (H) = 1.2 U eq (pivot atom) or of 1.5 U eq for the methyl moiety with C-H = 0.97, 0.98 and 0.93 Å for methylene, methine and hydrogen atoms at ain aromatic ring, respectively. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
